Transcriptome analysis of the spleen provides insight into the immunoregulation of Mastacembelus armatus under Aeromonas veronii infection.
Mastacembelus armatus, also known as the zigzag eel, is an economically important species of freshwater fish that is very popular with consumers as a high-grade table fish in China. Recently, the wild population of this fish has declined gradually due to overfishing and various types of ecological imbalance. Meanwhile, the aquaculture of this spiny eel has flourished in southern China. To understand the immune response of zigzag eel to Aeromonas veronii, we carried out transcriptome sequencing of zigzag eel spleens after artificial bacterial infection. After assembly, 110,328 unigenes were obtained with 44.42% GC content. A total of 27,098 unigenes were successfully annotated by four public protein databases, namely, Nr, UniProt, KEGG and KOG. Differential expression analysis revealed the existence of 1278 significantly differentially expressed unigenes at 24 h post infection, with 767 unigenes upregulated and 511 unigenes downregulated. After GO and KEGG enrichment analyses, many immune-related GO categories and pathways were significantly enriched. The typical significantly enriched pathways included toll-like receptor signaling pathway, cytokine-cytokine receptor interaction and TNF signaling pathway. In addition, 40,027 microsatellites (SSRs) and 52,716 candidate single nucleotide polymorphisms (SNPs) were identified from the infection and control transcriptome libraries. Overall, this transcriptomic analysis provided valuable information for studying the immune response of zigzag eels against bacterial infection.